. Co-expression network of the 4,422 genes showing significant variations in response to either sex, or hypertrophy, or the interaction of sex and hypertrophy. Their membership modules are given in the GO and Panther tabs. Table S3 . Genes that showed significant changes in hypertrophy when sex as a co-factor is controlled, significant sex-dependent variation when hypertrophy as a co-factor is controlled, and significant sex-dependent differential hypertrophy-associated changes.
Pathway enrichment analysis results are in tab 2. Confirmation of transcripts showing a sex difference. Quantitative polymerace chain reaction (PCR) analysis confirming the RNA-seq data for metallothionein (Mt) and Metalloproteinase inhibitor 4 (TIMP4). mRNA transcripts were quantified using SYBR green (n=3-7 per group). 18s RNA was used for normalizations. Data are mean +/_ standard error measurement (SEM) normalized to the male control. *p<0.05 vs. male control. 
